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ABSTRACT RESULTS

Life sciences research often does not include both sexes in the design and
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A) KEGG Pathway Enrichment: ALL DEGs
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expressed in females compared to males. 129 is strongly male-biased (69% biased), B6 and A are slightly male-biased (B6: 54%; A: 57%)
while D1 and PWD are slightly female-biased (D1: 53% and PWD: 60%).

genes that are enriched in Alzheimer’s Disease pathway. Two clusters of genes exist with the bottom cluster having fewer connections (lines) than the top cluster. The genes that

1.QC analysis of each library using fastQC
(http://www.bioinformatics.babraham.ac.uk/projects/fastqc/).

2. Adapter and poor quality base trimming with Trimmomatic (Bolger et al., 2014).
3. Align and map sequencing reads with Tophat 2.0.13 (Trapnell et al., 2009) to the
mouse genome (current genome release GRCm38) and Bowtie2 2.2.4 (Langmead
and Salzberg, 2012).

4. Read counts for each gene are generated by EasyRNASeq (Delhomme, 2012).
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» Core Male vs Female differences in all strains of about 20 genes from X and Y chromosomes.
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